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BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of 
the original documents submitted by the appUcant. 

Defects in the images may include (but are not limited to): 

• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 

IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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St'5j£NCc LISTING 

(i) QzHt^AL INFCRMATICN 
(n APPLICiNT; BRUCE R. ZETTEa AND L£RE 8A0 
THEREOF^''' HUMAV THY^SIN ^15 SENE. PROTEIN AND USES 

(111) NU^flcS OF SEQUENCES: 13 ■ 
(1v) C0Rfi£5?CNCENC£ ADDRESS : 

(C) CITY: SCSTON 
(0) STATE: MA 

(E) COUNTRY: USA 

(F) ZIP: 02019 

(v) COMPUTES RLACASLE FORM- 
(A) MEDIUM TYPE: Diskette 
(3) COMPUTER: IBM Compat'bie 
(C) OPERATING SYSTEM: DCS 
(0) S0F7^RE: FastSEQ Version 1.5 

(v1) CURRENT APPLICATION DATA- 
(A) APPLICATION NUMBER: 
(3) FILING DATE: 17 JUN 1996 
(C) CLASSIFICATION; 

(vi1) PRIOR APPLICATION DATA: 
(A) APPLICATICN NUMBER: 
(3) FILING DATE: 

(viii) ATTOP.NEY/AGENT INFORMATION- 

(A) NAME: OAVIO. RE3NICK S 
. (8) REGISTRATION NUMBER: 34 235 

(C) REFERENCE/DOCKET NL>€£R; 46507 

(1x) TELECOmJNICATION INFORMATION- 
(A) TELEPHONE: 617-523-3400 
(3) TELEFAX: 617-523-6440 
(C) TELEX: 200291 STRE 

(2) INFORMATION FOR SE3 ID N0:1: 

(I) SEQUENCE CHARACTERISTICS- 
(A) LENGTH: 412 base pairs' 
(S) 7CPE: nucleic add 

(C) STRANCEONESS: Sincle 
(0) TOPOLOGY: linear 

(II) MCIECULE TYPE: CDNA 

(III) HYPOTHETICAL: NO 
(1v) ANTISENSE: NO 

(v) FRAG^NT TYPE: 
(v1) ORIGI:VL SOURCE: 
(1x) FEAPJRE: 

(A) NAME.'KSY: Coding Sequer« 
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(8) LCOTIGN: 98... 232 

(0) Orr£.^ [MF:rw7!0N: Exon 1 

(x1) ScOUE-MCi OESCSIPTIGN: SEQ 10 NO:l: 
TATCAGCTAG TGGCTGCAC: CGCGAACACC ACCCTGG7CC GGAGTAGCT6 CGGACAGAAT 60 

TGCTGGCCrA GTAGAAGCT7 TGGAAC5AGC AG7CAAG A7G ACT GA* AAA CCA GAC 115 

Met Ser Asp Lys Pro Asp 

/lii S ST" ?^ ^ ^ AAG ACT AAT 163 

Leu Ser Glu Va. G.u fnr Phe Asp Us Ser Lys Leu Lys Lys Thr Asn 

10 15 20 

ACT GAA GAA AAG AAT ACT CTT CCT TCG AAG GAA ACT ATC CAG CAG GAG 211 
Thr Glu 6]u Lys Asn Thr Leu Pro Ser Lys Glu Thr He Gin Gin Glu 
25 30 35 

AAA GAA TAT AAT CAA AG* TC ATAAAATGAG ATTCTCCTCT CAAGAGCAAC TTCAAC 267 
Lys Glu Tyr Asn Gin Arg Ser 
40 45 

™-CTGGAT AGTC-GGA- TjAGiQ-GT JTCTGJAAAC CTATCCAATA TGTAGAaTT 327 

V/^T^A 55^^"^; I^UAA''"^^ CCiGACTGAA AGGTCAGCAT TTAACACCAA 387 
TCATTAAAtu TGTT77CCAC TGCiC 412 



(2) INFORMATICN FOR StO 10 N0:2: 

(1) SEQUENCE CHARACTERISTICS: 
(A) LtiNGTH: 4; amine acids 
(3) TYPE: amine add 

(C) STRAjNCEDNESS: slncie 

(D) TOPCLCGY: linear 

K3LECJLE nPE: pratein 
(111) HYPCrnETICAL: NC 
(1v) ANTISENSE: NO 
(v) FRA©*E.NT TYPE: 1nt3.r;a1 
(v1) ORIGINAL SaiRCE: 

(;<1) Sci3UE.NCE OESCSIPTICN: S£Q 10 N0:2: 



Met Ser Asp Lys Pro Asp Leu Ser Glu Val Glu Thr Phe Asp Lys Ser 

* 5 10 15 • 

Lys Leu Lvs Lys Tnr Asn Tnr Giu Glu Lys Asn Thr Lsij £ro Se'" Lys 

20 25 30 

Glu Thr He Gin Gin Glu Lys Glu Tyr Asn Gin Mrg Se*- 

35 40 45 



(2) INrCRyATICN rCR ScO 10 NO: 3: 

(i) SEQUE.NC- D'AfiACTE.qiSTICS- 
(A) LENGT>i: 10 Sase pairs 
(8) TYPE: nuc'eic add 
(C) STRANCEQNE5S: sincle 
(0) TCPCl:GY: linear 
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(11) M}L£CUL£ TYPE: cONA 

HYRJTHEirCAL- NO 
(W) ANTISENSc: NO ' 
(V) FRAGW TYPE- 
(v1) ORIGINAL SOURCE: 

(xl) ScOUENCc DESCRIPTION: ScQ 10 NC:3: 
AGGGAAC2AG 

10 

(2) INFORMATION FOR ScQ 10 N0:4: 

(I) SEQUENCE CHARA,CTERISTICS- 

(A) LENGTH: 7 amino acids 

(B) TYPE: amino acid 

(C) STRANOEDNESS: single 
(0) TOPOLOGY: linear ^ 

(II) MOLECULE TYPE: peptide 

(III) HYPOTHETICAL: NO 
(1v) ANTiSENSc: NO 

'^^G^ENT TYPE: N-tennlna' 
(VI) ORIGINAL SOURCE: 

(x1) SEQUENCE DESCRIPTION: SEO 10 NC:4: 
Pro Lys Lys Lys Arg Lys Val 

(2) INFORMATION FOR SEQ 10 N0:5; 

(t) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 7 amino adds 
(3) TYPE: amino add 
(C) STRANOEDNESS: single 
(0) TOPOLOGY: linear 

(II) WLECULE TYPE: peptide 

(III) HYPOTHETICAL: NO 
(1v) ANTiSENSc: NO 

(V) FRA©€NT TYPE: N-tsnnlnal 
(vD ORIGINAL SOURCE: 

(x1) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 
Pro 61 u Lys Lys He Lys Ser 

(2) INFORMATION FOR SEQ ID NC:6: 

(I) SEQUE.NCE CHARACTERISTICS- 
(A) LENGTX: 5 amino adds " 
(3) TYPE: amino add 

(C) STHA..NCEONESS: single 
(0) TOPOLOGY: linear 

(II) MOLECULE TYPE: peptide 
(ill) HYPOTHETICAL: NO 
(1v) ANTISENSE: NO 

N-tenninal 
(VI) ORIGINAL SOURCE: 
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(x1) ScQUENCc OeSCRIPTION: ScQ 10 NO: 6: 

Gin Pro Lys Lys Pro 
1 5 

(2) INFOfiWTION FOR ScQ 10 N0:7: 

(i) SEQUENCE CHA?XTt?.ISTiCS: 

(A) LENGTH: 4 amino acids 

(B) TYPE: amino add 

(C) STRANOEONESS: Single 
(0) TOPOLOGY: linear 

(11) MOLECULE TYPE: peptide 
(ill) HYPOTHETICAL: NO 
(1v) ANTISENSc: NO 
(w) FRAG^€NT TYPE: N-tennlnal 
(v1) ORIGINAL SOURCE: 

(x1) SE'QUENCE OESCRIPTION: ScQ 10 NO: 7: 

Arg Lys Lys Arg 



(2) INFORMATION FOR ScQ 10 N0:3: 

(I) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic add 

(C) STRANOEONESS: Single 
(0) TCFOL-OGY: linear 

(II) MOLECULE TYPE: C3NA 

(III) HYPOTHETICAL: NC 

(iv) ANTISENSE: NO 

(v) FRAQ€NT TYPE: 
(v1) ORIGINAL SOURCE: 

(x1) SEQUENCE OESCRIPTION: SEQ 10 NC:8: 

TATCAGCTAG TG6CTGCACC CGCG 24 



(2) INFORMATION FOR SEQ ID N0:9: 

(I) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 24 base pairs 
(3) TYPE: nucleic ac^d 

(C) STRANOEONESS: single 
(0) TOPOLOGY: linear 

(II) MOLECULE TYPE: cCNA 

(III) HYPOTHETICAL: NO 
(Iv) ANTISENSE: NO 
(v) FRAGMENT TYPE: 
(v1) ORIGINAL SOURCE: 

(x1) SEQUENCE OESCRIPTION: SEQ 10 N0:9: 

AAATGCTGAC CTHCAGTCA GGGT 24 
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(2) INFCfi^-A7I0N FOR ScQ 10 N0:10: 

(I) StQUE.NCc CHARACTERISTICS- 

(A) LENG7H: 24 base pairs ' 

(B) TYP£: nucleic add 

(C) STRANOEDNESS: single 
(0) TCPCUjGY: linear 

(II) MOLECULE TYPE: cOf'W 

(III) HYPCPHFICAL: NO 
(1v) ANTISENSt: NO 

(V) FRAGMENT TYPE: 
(v1) ORIGINAL SOURCE: 

(x1) SEQUENCE DESCRIPTION: SEQ 10 NO: 10: 
ACTCTCAAH CCACCATCTC CCAC 24 

(2) INF0RW7I0N FOR SEQ 10 NO:il: 

(I) SEQUENCE CHARACTERISTICS- 
(A) LENGTH: 26 base pairs ' 
(8) TYPE: nuc'eic acid 

(C) STRANOEDNESS: single 
(0) TOPOLOGY: linear 

(II) MOLECULE TYPE: cONA 
(ill) HYPOTHETICAL: NO 
(1v) ANTISENSE: NO 

(V) FRAG.W rrPE: 
(v1) ORIGINAL SOURCE: 

(x1) SEQUENCE DESCRIPTION: SEQ 10 NO: 11: 

GCCTCTGA6C AGATCGTCTC TCCTTG 26 

(2) INFORMATION FOR SEQ 10 N0:12: 

(I) SEQUENCE CHARACTERISTICS - 

(A) LENGTH: 24 base pairs 

(B) TYPE: nucleic acid 

(C) STRANOEDNESS: single 
(0) TOPOLOGY: linear 

(II) MOLECULE TYPE: cDNA 
(ill) HYPOTHETICAL: NO 
(1v) ANTISENSE: NO 

(v) FRAGMENT TYPE: 
(vD ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION: SEQ 10 N0:12: 
ATAA7ATCCC TCGGCVACC GGTG 24 

(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS- 
(A) LENGTH: 24 base pairs 
(8) rrPE: nucleic acid 
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(v) FRAGMENT TYPP- 
(VI) ORIGINAL SOURCE: 

M VcQUEKl DESCRIPTION: SEQ 10 N013- 
SAGTGGAGTA CCTGGAGCGC GAGC 



24 



